species and genus identification respectively according to CLSI guidelines (4). Obtained 70 sequences were deposited in GenBank (JN867221-JN867322; Table S2 ). 
75
Main spectra (MSPs) of 23 reference strains of species known to occur in humans, and in a later 76 phase of 7 sequenced clinical isolates were added (Table 1) . They were created by processing where only identification to the genus level (score between 1.7 and 1.999) could be made all the 125 matches with a score >1.7 belonged to the genus Prevotella.
126
Identification results were not only improved by adding lacking species or additional strains to 127 cover intraspecies variability but sometimes also by adding a spectrum of a reference strain 128 already present in the commercial database. For instance, a MSP of reference strain P.bivia creation of reference database by the manufacturer could be responsible for lower identification 134 scores.
135
In this study the majority of strains (96.1%) could be identified to the species level with 16S 136 rRNA sequencing. In addition, one isolate displayed 99% identity with an unvalidated species "P. We showed that MALDI-TOF MS is more accurate than conventional identification methods and 
